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Elucidation of control mechanisms of transcriptional checkpoint during Pol 11
elongation, termination, and recycle

YAMAGUCHI, Yuki

179,600,000

Pol 11 DNA  RNA
RNA Pol

Pol 11
Pol 11

Synthesis of full-length RNAs is made possible through multiple interactions
of Pol Il with DNA, RNA, and proteins (e.g., chromatin factors, transcription initiation factors,
elongation factors, termination factors, and RNA processing factors), which together form a large
complex that undergoes rapid remodeling during the transcription cycle. However, the detail of this
dynamic process remains poorly understood. Here we set out to explore mechanisms for the remodeling
of the Pol Il-containing complex during the transcription cycle and regulatory checkpoints in it,
thr?ggb idenfification and characterization of new Pol Il-interacting factors and kinetic analyses
in living cells.
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